. Flowchart for regulatory SNP identification. Two SNP coding schemes were utilized for comparison. The first one was "qualitative effect," which explored whether the existence of allele A or allele B played an important role in driving downstream methylation changes or copy number variations. In addition, the other one was "quantitative effect," which took the numbers of allele A or allele B into the statistical models. Detailed procedures of the statistical approaches were described in the "Materials and Methods" section. where x ij denotes the genotype coding for one SNP and y ij denotes for gene i in sample j the methylation beta value difference between tumor and normal tissues after log transformation. For CNV analysis, y ij denotes the copy number difference between tumor and normal tissues for gene i in sample j.
